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Gene Primer Sequence (5 -----3 )
Amplicon 
size (bp) Tm °C Reference
Table 1.  List of primers, expected amplicon size, and annealing temperatures.
Anti-
biotype
Isolate 
No. Antimicrobial resistance pro le
Genes coding for porins and e ux pumps
OmpK35 OmpK36 MdtK TolC AcrAB
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Table 2.  Antimicrobial sensitivity patterns of multidrug resistant Klebsiella pneumoniae isolates and 
prevalence of genes coding for MDR e ux pumps (AcrAB & MdtK) and outer membrane porins (OmpK35 
& OmpK36). ∆
Isolate 
code*
Capsule 
serotype
Virulence gene Virulence 
genetic pro lermpA mH-1 mrkD traT entB Irp-1 IucC
Table 3.  Distribution of virulence genetic pro les of K. pneumoniae isolates among capsule genotypes.
Figure 1. Dendrogram generated with Dice coe cient and the UPGMA clustering method, showing 
the genetic similarity among K. pneumoniae isolates by Enterobacterial Repetitive Intergenic Consensus 
(ERIC) genotyping. 
Figure 2. Dendrogram generated with Dice coe cient and the UPGMA clustering method, showing 
the genetic similarity among K. pneumoniae isolates by Random Ampli ed Polymorphic DNA (RAPD) 
genotyping. 
Isolate code Antibiogram
Virulence gene 
pattern typing
Capsule 
serotyping
ERIC 
typing
RAPD 
typing
Table 4.  Discriminatory potential of typing techniques for K. pneumoniae isolates.
Genotyping method Resistance pattern Virulence determinant Capsule type
Table 5.  Kendall’s tau-b correlation coe cient of Random Ampli ed Polymorphic DNA (RAPD) and 
Enterobacterial Repetitive Intergenic Consensus (ERIC) genotyping methods versus resistance patterns, 
virulence determinants, and capsule types of K. pneumoniae isolates.
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